tool (https://www.ncbi.nlm.nih.gov). CCBH24080 belongs to sequence type 392, a member of internationally successful clonal group 147 (10) . In addition, the isolate presented a wide variety of resistance and virulence genes ( Table 1 ). In Brazil, polymyxin B resistance in K. pneumoniae has been associated with mgrB mutations (11) , but no mutations in the mgrB, pmrAB, phoPQ, and crrAB sequences were detected in CCBH24080.
By reference mapping, we were able to identify an IncX4 plasmid of 33.3 kb carrying the mcr-1 gene that is identical to an E. coli plasmid from Brazil (GenBank accession no. CP015977.1) (5) with 100% coverage. The bla KPC-2 -bearing plasmid was very similar to an IncN plasmid detected in São Paulo (GenBank accession no. CP004367.2), except for a 2.250-bp deletion in the CCBH24080 plasmid. Analysis by S1 pulsed-field gel electrophoresis, followed by Southern blotting, confirmed that mcr-1 and bla KPC-2 were located on plasmids of ϳ33 and ϳ44 kb, respectively. Mobilization of both plasmids was successfully assayed by mating donor cells with E. coli J53, and transconjugants were selected in 300 g/ml sodium azide Mueller-Hinton agar containing colistin (2 g/ml) or imipenem (1 g/ml). Colistin was found to select transconjugants carrying either both plasmids or the mcr-1-carrying plasmid only. Nevertheless, imipenem selected only transconjugants carrying both plasmids ( Table 1 ). The presence of the HicBA toxin/antitoxin system encoded by the IncX4 plasmid may explain this phenomenon (12) .
Isolates of K. pneumoniae harboring mcr variants have been reported in Asia and Europe (1, (13) (14) (15) (16) (17) , including carbapenemase (NDM-5 and KPC-3)-producing ones (15, 17) . To our knowledge, this is the first description of mcr-1 in a human KPC-2-producing K. pneumoniae isolate. This finding raises a major concern, since KPC-producing K. pneumoniae is disseminated worldwide, and highlights the potential for the dissemination of mcr-1 associated with multidrug-resistant international clones. Furthermore, the possibility of the simultaneous transfer of these genes poses a threat to infection control strategies and clinical therapy.
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